Supplementary Table
. Gene ontology (a-c) and KEGG pathway (d) analysis of the down-regulated differentially expressed genes associated with renal cancer. The threshold was a fold change ≥ 2.0 and a p-value < 0.05. BP: biological process; MF: molecular function; CC: cellular component. Figure S2 . (a)The ITGB2 mRNA expression between RCC samples and paired normal tissues was compared using qRT-PCR analysis (n = 40). (b) The survival analyses of hub genes, including EGF, VEGFA, TLR2, PTPRC, ITGAM and ITGB2. p<0.05 was considered statistically significant.
